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WHAT IS CLAIMED IS : 

1 . A computer- implemented method of presenting expression level 
information as collected from first and second samples, said qpiethod comprising the steps 
of: 

displaying a first axis corresponding to expression level in said first 

sample; 

displaying a second axis substantially^perpendicular to said first axis, said 
second axis corresponding to expression level inlaid second sample; and 

for a selected expressed sequence, displaying a mark at a position, wherein 
said position is selected relative to said first axis in accordance with an expression level 
of said selected expressed sequence in smd first sample and relative to said second axis in 
accordance with an expression level 91 said selected expressed sequence in said second 
sample. 



SI 2. 

i\2 comprises a gene. 



The method of claim^l wherein said selected expressed sequence 



"22 comprises a portion of a gene. 



The method of claim ^wherein said selected expressed sequence 




4. The method of claim 1 further comprising^ the step of repeating said 
displaying a mark step for a plurality of selected expressed sequences. 



5. The method of claim l>4urther comprising the steps of: 
monitoring said expression level of said e/pressed sequence in said first 
sample and said second sample. 




6. The method of claim 3 wher/in said monitoring step for one of said 
samples comprises substeps of: 

inputting a plurality of hybridization intensities of pairs of perfect match 
and mismatch probes, said perfect match prottes being perfectly complementary to a 
target nucleic acid sequence indicative of egression of said selected gene and said 
mismatch probes having at least one baseymismatch with said target sequence, and said 
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7 hybridization intensities indicating hybridization affinity between said perfect rAatch and 

8 mismatch probes and a sample nucleic acid sequence from said one of said samples; 

9 comparing the hybridization intensities of each pair of perfeq/f match probe 

10 and mismatch probe; and 

11 generating said expression level for said expressed sequence and said one 

12 of said samples responsive to results of said comparing step. 

1 7. The method of claim further comprising the/step of: 

2 comparing a difference between hybridization interj/ities of perfect match 

Ql 8. The method of claim 7 ^further comprjping the step of: 

Ss2 comparing a quotient of hybridization intensities of perfect match and 

jhjjL 9. The method of claim 6^iirthe^comprising the steps of: 

!J2 a) counting a probe pair as a positive probe pair to increment a 

nB positive probe pair count if a perfect match prober intensity minus a mismatch probe 

;S4 intensity exceeds a difference threshold and said/ perfect match probe intensity divided by 

^5 said mismatch probe intensity exceeds a ratio tnreshold; 

6 b) counting said probe pair as a negative probe pair to increment a 

7 negative probe pair count if said mismatch probe intensity minus said perfect match probe 

8 intensity exceeds said difference threshold/ind said mismatch probe intensity divided by 

9 said perfect match probe intensity exceeds said ratio threshold; and 

10 c) computing a loga/ithmic ratio of said perfect match probe intensity 

11 to said mismatch probe intensity. 

1 10. The method Vbf claim 9 further comprising the steps of: 

2 repeating said a), £), and c) steps for each of said probe pairs, 

3 accumulating a sum of differences of said perfect match and mismatch probe intensities 

4 for probe pairs that cause; ar 

5 determining An expression level of said selected expressed sequence to be 

6 an average of said differelnces. 
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11. The method of cKiifr >Jniirther comprising the steps of: 
receiving user input sq(lectin^a^l mark; 

in response to said us^j: inpyt, l^splaytng information about said selected 
expressed sequence. 



12. The method of claim l^furt ner comprising the steps of: 
in response to said user input, displaying information about said selected 

expressed sequence. 

13. The method of cfaim 12 wherein said information about said 
selected expressed sequence comprises a GenBank accession number. 



^4. The metnod of claim ^wherein said information about said 
J5l selected expressed sequence comprises a GenBank database record for said selected 
S3 expressed sequence. 



jij 1^ The method of claim { wherein said first sample and said second 



Rj2 sample are collected from tissue samples differing in a particular characteristic. 

16. The method of claim ip whereid said particular characteristic 
comprises presence of disease. 

1 [L 17. The method of claim 14> wherein said particular characteristic 

2 comprises a treatment strategy for a disease. 




^cj ^6. The method of claim /wherein said particular characteristic is a 



2 stage of a disease. 

19. The method of claim /further qatfnprising the step of : 
displaying a third axis substantially perpendicular to said first axis and to 
said second axis in a three-dimensional display ejfvironment wherein said position of said 
mark is further selected relative to said third a^is in accordance with an expression level 
of said selected expressed sequence in a third^ sample. 
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1 20. A computer-implemented method of p^senting sample analysis 

2 information comprising the steps of : 

3 displaying a first axis corresponding to a Concentration of a compound in a 

4 first sample as determined by monitoring binding of sjnd compound to a selected polymer 
having binding affinity to said compound; 

6 displaying a second axis substantially perpendicular to said first axis, said 

7 second axis corresponding to a concentration or said compound in said second sample as 

8 determined by monitoring binding of said compound to said selected polymer; and 

9 displaying a mark at a position, wherein said position is selected relative to 

10 said first axis in accordance with said concentration in said first sample and relative to 

11 said second axis in accordance with said concentration in said second sample. 



1X> yC. The method of claim ^wherein said selected polymer comprises a 
nucleic acid sequence. 



%[ 2JL. The method of claim ^6 wherein said selected polymer comprises a 



z2 protein. 




23. The method of claim 2y further comprising the step of: 
obtaining said concentration of said compound j/k said first sample by 
posing said first sample to a plurality of nucleic acid prot 



24. The method of claim 22^further comprising the step of: 
obtaining said concentration of said compound "in said first sample by 
exposing said first sample to a plurality of peptideyprobes. 
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25. A computer program product for presenting expression level 
information as collected from first and secona samples, said product comprising:: 

code for displaying a first axi/ corresponding to expression level in said 

first sample; 

code for displaying a second axis substantially perpendicular to said first 
axis, said second axis corresponding to expression level in said second sample; 

code for, for a selected /Expressed sequence, displaying a mark at a 
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position, wherein said position is selected relative to grfid first axis in accordance with an 
expression level of said selected expressed sequence in said first sample and relative to 
said second axis in accordance with an expression level of said selected expressed 
sequence in said second sample; and 

a computer-readable storage medium for storing the codes. 



The product of claim ^wherein said selected expressed sequence 



comprises a gene. 



The product of claim ^ wherein said selected expressed sequence 
comprises a portion of a gene. 

4 J 

y\ ^8. The product of claim 7$ further comprising code for repeatedly 
applying said displaying a mark code for a plurality of selected expressed sequences. 

1^. The product of claim further comprising: 
code for monitoring said expression level of said expressed sequence in 
said first sample and said second sample. 

/ 

30. The product of claim 27 wherein sai^T monitoring step for one of 
aid samples comprises: 

code for inputting a plurality of hybridisation intensities of pairs of perfect 
match and mismatch probes, said perfect match probes being perfectly complementary to 
a target nucleic acid sequence indicative of expres^on of said selected gene and said 
mismatch probes having at least one base mismatch with said target sequence, and said 
hybridization intensities indicating hybridization affinity between said perfect match and 
mismatch probes and a sample nucleic acid Sequence from said one of said samples; 

comparing the hybridizatioi^ntensities of each pair of perfect match probe 
and mismatch probe; and 

generating said expression level for said expressed sequence and said one 
of said samples responsive to results yof said comparing step. 



°7 



* 



p yf. The product of claim ^Tfurther comprising: 

code for comparing a difference between hybridization intensities of perfect 
match and mismatch probes at a base position to a difference threshold. 
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The product of claim 3 U further comprising: 



code for comparing a quotient of hybridization intensities of perfect match 
and mismatch probes at a base position to a ratio threshold. 



The product of claim further comprising: 

a) code for counting a probe pair as a positive probe pair to increment a 
positive probe pair count if a perfect match probe intensity minus a mismatch probe 
intensity exceeds a difference threshold and said perfect match probe intensity divided by 
said mismatch probe intensity exceeds a ratio threshold; 

b) code for counting said probe pair as a negative probe pair to increment 
a negative probe pair count if said mismatch probe intensity minus said perfect match 
probe intensity exceeds said difference threshold and said mismatch probe intensity 
divided by said perfect match probe intensity exceeds said ratio threshold; and 

c) code for computing a logarithmic ratio of said perfect match probe 
intensity to said mismatch probe intensity. 

34. The product of claim 3^furthp^ comprising: 
code for repeatedly applying saidygQ, b), and c) codes for each of said 
probe pairs, accumulating a sum of differences of said perfect match and mismatch probe 
intensities for probe pairs that cause; and 

code for determining an expression level of said selected expressed 
sequence to be an average of saic^aifferences. 




35 . The product of cla: 
code for receiving user in] 
code for, in response to s; 
selected expressed sequence. 




Ler comprising: 

mark; and 
displaying information about said 
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36. The product of claim SS fug^r comprising: 

code for, in response to said ug^jrinput, displaying information about said 
selected expressed sequence. 

37. The product of^faim ^6 wherein said information about said 
2 selected expressed sequence comprises a GenBank accession number. 



"5^ 3^! The product of claim 3j^ wherein said information about said 

2 selected expressed sequence comprises a GenBank database record for said selected 

3 expressed sequence. 

dj y[ ^? The product of claim 2^ wherein said first sample and said second 

'% sample are collected from tissue samples differing in a particular characteristic. 



40. The product of claim 39/wherein said particular characteristic 




comprises presence of disease. 




The product of claim ?>9 wherein said particular characteristic 
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y2 comprises a treatment strategy for a disease. 



42. The product of claim E£ wherein said particular characteristic is a 

of a disease. 




43. The product of claim 25 further comprising the step of : 
displaying a third axis substantially perpendicular to said first axis and to 

3 said second axis in a three-dimensional display environment wherein said position of said 

4 mark is further selected relative to said third axis in accordance with an expression level 

5 of said selected expressed sequence in a third sample. 



1 44. A computer program product for presenting sample analysis 

2 information comprising: 

3 code for displaying a first axis corresponding to a concentration of a 

4 compound in a first sample as determined by monitoring binding of said compound to a 



selected polymer having bonding affinity to said compound; 

code for displaying a second axis substantially perpendicular to said first 
axis, said second axis corresponding to Concentration of said compound in a second 
sample as determined by monitoring bindW of said compound to said selected polymer; 

code for displaying a mark At a position, wherein said position is selected 
relative to said first axis in accordance with said concentration in said first sample and 
relative to said second axis in accordance wl[th said concentration in said second sample; 
and 

a computer-readable storage mfedium that stores the codes. 
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The product of claim ^wherein said selected polymer comprises a 



nucleic acid sequence. 



protein. 



^ A J. The product of claim ^wherein said selected polymer comprises a 



47. A computer system comprising a (Jfsplay, a processor, and a 
emory that stores instructions for configuring said ppbcessor to: 

display a first axis corresponding to expression level in said first sample; 
display a second axis substantially perpendicular to said first axis, said 
second axis corresponding to expression level in/said second sample; and 

for a selected expressed sequence, display a mark at a position, wherein 
said position is selected relative to said first iixis in accordance with an expression level 
of said selected expressed sequence in saky first sample and relative to said second axis in 
accordance with an expression level of sgifd selected expressed sequence in said second 
sample. 



48. 



A computer system comprising a display, a processor, and a 



memory that stores instructions for aonfiguring said processor to: 

display a first axis corresponding to a concentration of a compound in a 
first sample as determined by moiptoring binding of said compound to a selected polymer 
having binding affinity to said compound; 

display a second ?xis substantially perpendicular to said first axis, said 
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7 second axis corresponding to a concentration of said compound in said second sample as 

8 determined by monitoring binding of said compound4o said selected polymer; and 

9 display a mark at a position, wherein said position is selected relative to 

10 said first axis in accordance with said concentration in said first sample and relative to 

11 said second axis in accordance with said concentration in said second sample. 




